Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT-Plus (Bruker, 2009); data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 2012); software used to prepare material for publication: PLATON (Spek, 2009) and publCIF (Westrip, 2010).
Chemical context

Structural commentary
Benzothiazine containing compounds are important due to their potential applications as treatment of diabete complications, by inhibiting aldose reductase (Aotsuka et al., 1994) , having activities antagonists of Ca 2+ (Fujimura et al., 1996) , antimicrobial and antifungal (Rathore & Kumar, 2006; Fringuelli et al., 1998) . The present work is a continuation of the investigation of the benzothiazine derivatives published recently by our team (Sebbar et al., 2014a; 2014b; Zerzouf et al., 2001) . In this work, we are interested in the synthesis of the title compound for biological activities, by reacting (2Z)-2-(benzylidene)-3,4-dihydro-2H-1,4-benzothiazin-3-one with propargyl bromide, under phase-transfer catalysis conditions using tetra n-butyl ammonium bromide (TBAB) as catalyst and potassium carbonate as base (Scheme 1).
In the molecule of the title compound, the six-membered heterocycle (S1N1C1C6C7C8) of the benzothiazine fragment exhibits a conformation between boat and screw boat conformation as indicated by the puckering amplitude Q = 0.6536 (17) Å, and spherical polar angle θ = 112.04 (16)°, with φ = 152.14 (18)° (Cremer & Pople, 1975) . The prop-2-yn-1-yl chain is almost perpendicular to mean plane through the benzene ring, as indicated by the torsion angle C6-N1-C16-C17 of 86.5 (2)° (Fig. 1 ). The dihedral angle between the two planes through the benzene rings (C1 to C6 and C10 to C15) is of 47.53 (12)°.
Supramolecular features
Database survey
Synthesis and crystallization
To a mixture of (2Z)-2-(benzylidene)-3,4-dihydro-2H-1,4-benzothiazin-3-one (0.38 g, 1.5 mmol), potassium carbonate (0.24 g, 1.8 mmol) and tetra n-butyl ammonium bromide (0.05 g, 0.15 mmol) in DMF (25 ml) was added propargyl bromide (0.12 ml, 1.6 mmol). Stirring was continued at room temperature for 24 h. The salt was removed by filtration and the filtrate was concentrated under reduced pressure. The residue was separated by chromatography on a column of silica gel with ethyl acetate-hexane as eluent; yellow crystals were obtained upon evaporation of the solvent (yield = 55% and m.pt = 404 K).
Refinement
The H atoms were located in a difference map and treated as riding with C-H = 0.93 Å (aromatic, acetylenic) and C-H = 0.97 Å (methylene), and with U iso (H) = 1.2 U eq (C). Refinement. Refinement of F 2 against all reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on all data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq C1 0.2609 (2) 0.8787 (2) 0.10840 (5) 0.0479 (5) 0.0373 (7) 0.0437 (9) 0.0555 (10) −0.0022 (6) 0.0045 (7) −0.0020 (8) O1 0.0399 (7) 0.0831 (11) 0.0718 (10) −0.0003 (7) 0.0004 (7) 0.0077 (9) S1 0.0603 (3) 0.0835 (4) 0.0565 (4) (2) 
